. Fit of crystallographic model to electron density. Shown is a representative section of the final refined protein model (sticks) superimposed onto a 2F o -F c composite omit electron density map contoured at 1σ. Several residues are labeled as landmarks. Mcm10-ID/ssDNA complex (green OB-fold, dark blue zinc finger) is superimposed onto chain A of the unliganded structure, from which the entire asymmetric unit (chains A, B, C) is shown in grey with αE helices colored light blue. Zinc finger helices from chains A and C are more ordered, and are forming contacts with a symmetry-related protomer in the crystal, whereas αE from chain B is disordered and does not make intermolecular contacts. 
; lower panel, integrated heat responses (squares) fit with a single site binding model (continuous line). The following parameters were obtained from the fit: K d , 27 ± 0.3 µM; H, -9.8 kcal/mol; TS, -3.6 kcal/mol. (C) Stereoview of the ssDNA binding site on the Mcm10-ID OB-fold. Annealed omit electron density contoured at 3σ is shown as blue mesh, and ssDNA-contacting residues are rendered as sticks. Mcm10-ID/ssDNA complex (green OB-fold, dark blue zinc finger) is superimposed onto chain A of the unliganded structure, from which the entire asymmetric unit (chains A, B, C) is shown in grey with αE helices colored light blue. Zinc finger helices from chains A and C are more ordered, and are forming contacts with a symmetry-related protomer in the crystal, whereas αE from chain B is disordered and does not make intermolecular contacts. 
